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Introduction to òOmics ó

Metabolomics

Proteomics

Genomics



Metabolomics:  Profiling
Separation methods
ÅGas chromatography (GC)

ÅHigh performance liquid chromatography ( HPLC) 

ÅCapillary electrophoresis (CE)

Detection methods
ÅMass spectrometry (MS)
ÅNuclear magnetic resonance ( NMR) spectroscopy
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Proteomics:  Discovery
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Genomics

AAA...
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Turning it all off


